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OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



August 17, 2003, 05:40:34 ; Search time 6430 Seconds 

(without alignments ) 
8461.867 Million cell updates/sec 

US-09-935-757-1 
1330 

1 accagtggagccgttgccat tcacctttcagcagacgccg 1330 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

2888711 seqs, 20454813386 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



5777422 



Database 



GenEmbl : * 
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gb_ba : * 
gb_htg : * 
gb_in : * 
gb_om : * 
gb_ov : * 
gb_pat : * 
gb_ph : * 
gb_pl : * 
gb_pr : * 
gb_ro : * 
gb_sts : * 
gb_sy : * 
gb_un : * 
gb_vi : * 
em_ba : * 
em_f un : * 
em_hum: * 
em_in : * 
em_mu : * 
em_om : * 
em_or : * 
em_ov : * 
em_pat : * 
em_ph : * 
em_pl : * 
em_ro : * 
em sts : * 
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htgo other:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



RESULT 1 
□S-09-935-757-1 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



August 17, 2003, 05:43:34 ; Search time 3526 Seconds 

(without alignments) 
9167.599 Million cell updates/sec 

US-09-935-757-1 
1330 

1 accagtggagccgttgccat tcacctttcagcagacgccg 1330 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



22781392 seqs, 12152238056 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



45562784 



Database 



EST: 
1: 
2: 
3: 
4 

5: 
6: 
7: 
8: 
9: 
10: 
11: 
12: 
13: 
14: 
15: 
16: 
17: 
18: 
19: 
20: 
21: 
22: 
23: 
24 : 
25: 
26: 
27: 



em_estba : * 
em__esthum: * 
em_estin: * 
em_estmu: * 
em_estov: * 
em_estpl : * 
em_estro : * 
em_htc : * 
gb_estl : * 
gb_est2: * 
gb_htc: * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
em_estf un : * 
em_estom: * 
em_gss_hum: 
em_gss_inv: 
em_gss_pln: 
em_gss_vrt : 
em_gss_fun: 
em_gss_mam : 
em_gss_mus : 
em_gss_pro : 
em_gss_rod: 
em_gss_phg: 
em_gss vrl : 



28: gb_gssl:* 
29: gb_gss2:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No . 




Match 


.u c i l y i_.ii 


UD 


t n 

X u 


uescription 




1 

X 


JJ . 4 


4 


.0 


R 7 Q 


1 1 
X X 


Dpf) 9 9 9 1 n 


oCUZZZXU nOITlO Sapl 




2 


4 4 4 

4 4 . 1 


3 


.3 


^9 ^ 
J ^. J 


9 R 
£ 0 


RUR979S? 
DrlO Z / Z jj 


DlitJZ / Zjj D/\U rrzj-L 




j 


A A A 
fl fl . 4 


3 


.3 


j fl Z 


9 R 
Z 0 


brio Z j 1 U fl 


bnozoXUfl BACrrlo-H 


c 


A 
4 


A A A 

4 4 . 4 


3 


.3 


OZ O 


1 0 


DVjfl J O Z X J 


bbfljozXj NrUjzAUyr 




CL 

J 


4 4 . fl 


3 


.3 


£9 £ 


9 Q 
Z O 


bno jZOzd 


BHoozozd BACPP4-G1 




O 


4 Z 


3 


.2 


Q C Q 

y do 


9 Q 

z y 


dZ jd14 yu 


BZ561490 pacsz-164 


c 


7 


4 1 


3 


. 1 


1 901 
X Z U X 


i ^ 
1 j 


da j / ou y / 


bAj/ouy/ DAo/buy/ 




fi 

o 


4 1 

4 X 


3 


.1 


1 901 


1 ^ 

X J 


DA j 0 x y D X 


DVTQI QC1 DV5Q1 QC1 

bAooxyox bAJoxyoX 




Q 


4 0 R 


3, 


. 1 


10 1 


1 A 
X fl 


UbOZ D j j Z 


CBozojOZ OSIIEaloN 




i n 

X \J 


4 0 R 

4 U . O 


3. 


. 1 


1 901 
1ZU1 


1 ^ 
X J 


dv "5 7 CO Q7 
£5A J / ou y / 


bAj/ouy/ dao / buy / 




1 1 

X X 


A 

J y . 4 


3 


.0 


m 4 

J X ft 


Q 

y 


AX Z joUlU 


AXzooUlU LPUbooo.o 






9 


2 


. 9 


QQQ 

J J? J? 


Q 


T\ T^l 

/\J 01/ DO Z 


AJoX/ooZ AJoX/ooZ 




13 


"39 2 
j 7 • 


2, 


. 9 


67 9 


1 4 

X 4 


PRC c; c -1 7 0 
^DOJJ x / j 


IddjjI / j UoJNhjCUor 


c 


X 4 


7 Q 9 
j j * Z 


2. 


. 9 


19m 


Q 

y 


/ijj j 4 u y / J 


ALo4Uy/o AL540975 


c 


1 R 
X 3 


J 0 . o 


2, 


.9 


J / X 




QAC A O O 1 Q 

tjyjfi^jio 


BQ542318 ps96f08.y 


c 


1 

X O 


"3R R 
JO . 0 


2. 


. 9 


Q 7 1 


9 Q 

z y 


dZiD / Dfl Dfl 


BZ675464 PUBEA48TD 


c 


1 7 
X / 


JO . D 


2, 


. 9 


C4 £ 
J fl O 


1 u 


bvjfl jo OZU 


BG438520 ps27d06.y 




1 R 
X o 


*3R 4 
JO . 4 


2, 


.9 


4 / J 


1 9 

XZ 


DM/l 9 Q 9 T 9 

bMUzyziz 


BM0z9zlz IpSkn0005 




1 Q 

X _7 


?R 4 

JO • 4 


2, 


.9 


Cyic. 
0 4j 


9 Q 

z y 


D6J4 Xfl J 4 


BZJ414o4 xc4oulz.g 






1R 4 

JO • 4 


2, 


. 9 


QQ') 
O 17 J 


1 "3 
1 J 


y j 1 / / 0 


BQyJl//o AGENCOURT 




9 1 

c* X 


JO • ^ 


2. 


. 9 


D 0 fl 


9 Q 

z y 


oZtfl U j / fl 1 


BZ40b/41 0GACG81TM 


r> 


99 


"3R 
J o 


2. 


. 9 


9 R 9 
L jZ 


Q 

y 


H.V J Z X U /X 


AVjzlU/1 AVJzlO/1 




9 ^ 
^. j 


^R 
J o 


2. 


. 9 


4 7/1 

fl / fl 


X J 


by / do jxz 


BQ/oo312 EBroOo SQ 




24 


"3R 

J o 


2. 


.9 


R R4 
0 j fl 


9 Q 

Z Z7 




ALlUzo/b Drosopnxl 


c 


9 R 
Z j 


"37 R 
J / . o 


2. 


.8 


J J fl 


1 fl 




CA550740 C0834E08- 


\~> 


9 


"37 fl 
J / * o 


2. 


.8 


fl O J 


1 A 
X fl 


^/\0fl 00 fl u 


CA54oo40 COolOGOy- 




97 


"37 R 
J / . o 


2. 


.8 


1 9 n 1 
xzux 


1 "3 
1 J 


bA4 dIjIU 


BX461310 BX461310 




9R 


^7 6 
J / . v 


2, 


.8 


7 91 
/ Z X 


1 0 
X U 


u\jD O DXfl fl 


BGdoj144 o0z583771 




29 


37 . 6 


2. 


,8 


1100 


10 


AWQR2fiRR 


ZiWQR9^RR H^/^MPr^rOOO 




30 


37.4 


2. 


,8 


590 


28 


BH801677 


BH801677 1008119C0 




31 


37.2 


2, 


.8 


625 


28 


AZ409252 


AZ409252 1M0180B07 


c 


32 


37 .2 


2, 


,8 


665 


14 


CD430773 


CD430773 ETH1 5 El 




33 


37.2 


2. 


.8 


885 


13 


BX425603 


BX425603 BX425603 


c 


34 


37 


2. 


,8 


309 


10 


BF044168 


BF044168 BP250012B 




■35- 


37 


2. 


,8 


555 


13 


BQ237637 


BQ237637 TaE05014C 




36 


36.8 


2. 


.8 


747 


29 


BZ984887 


BZ984887 PUGGT51TB 


c 


37 


36.4 


2. 


7 


435 


10 


BE423917 


BE423917 WHE0067_A 


c 


38 


36.4 


2. 


.7 


657 


13 


BQ410640 


BQ410640 GA Ed003 




39 


36.4 


2. 


7 


852 


13 


BX393687 


BX393687 BX393687 




40 


36.4 


2. 


7 


1101 


29 


CNSOOAWK 


AL056026 Drosophil 


c 


41 


36.2 


2. 


7 


496 


13 


BY490020 


BY490020 BY490020 


c 


42 


36.2 


2. 


7 


713 


28 


AQ577720 


AQ577720 nbxb0091F 


c 


43 


36.2 


2. 


7 


852 


29 


BZ567068 


BZ567068 pacs2-164 


c 


44 


36.2 


2. 


7 


997 


29 


CNS006DN 


AL065132 Drosophil 




45 


36.2 


2. 


7 


1063 


29 


BZ561504 


BZ561504 pacs2-164 



